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Supplemental Material and Methods
Methods
Next Generation Sequencing (NGS)-Whole transcriptome
The libraries were prepared for 100bp paired-end sequencing using TruSeq RNA Sample Preparation Kit (Illumina, CA, USA). After sequential process of end repair, A-tailing and adapter ligation, cDNA libraries were amplified with PCR (Polymerase Chain Reaction).
Following cluster amplification of denatured templates, sequencing was progressed as pairedend (2×100bp) using Illumina HiSeq2500 (Illumina, CA, USA).
Transcriptome data analysis
A. Filtering -Low quality reads were filtered according to the following criteria; reads contain more than 10% of skipped bases (marked as 'N's), reads contain more than 40% of bases whose quality scores are less than 20 and reads of which average quality scores of each read is less than 20. The whole filtering process was performed using the in-house scripts.
B. Sequence alignment and variant calling -Filtered reads were mapped to the reference genome related to the species using the aligner STAR v.2.4.0b (Dobin et al. 2013) . Duplicate reads were removed with Picard, and short base variants were performed with the HaplotypCaller of Genome Analysis Tool kit (GATK) (Engström et al. 2013) . To improve the accuracy of the detection, "N" trimming and recalibration of GATK were applied. All other options were set to default values. A. et al., (2013) . STAR: ultrafast universal RNA-seq aligner, Bioinformatics, 29(1):15-
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